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RECEIVED 

UtC Q8200ET 

TtCH CENTER 1 600/2900 



<210> 1 

<211> 9 

<212> DNA 

<213> Artificial 





<220> 

<223> Description of Artificial Sequence: LIB-A DNA sorting sequence 
<220> 

<221> variation 

<222> (2) . . (4) 

<223> n is any nucleotide 



<210> 2 

<211> 9 

<212> DNA 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: LIB-B DNA sorting sequence 
<220> 

<221> variation 

<222> {3) . . (4) 

<223> n is any other nucleotide 



<400> 1 
gnnncggcg 



9 



<400> 



2 



gcnncggcg 



9 



<210> 3 



<211> 



9 



<212> 



DNA 



<213> Artificial 



<220> 

<223> Description of Artificial DNA: LIB 1/2 sorting sequence 
<220> 

<221> variation 

<222> (5) . . (9) 

<223> n is any other nucleotide 

<400> 3 
gcggnnnnn 

<210> 4 

<211> 18 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Structure A 
<220> 

<221> SITE 

<222> (1) . . (1) 

<223> Xaa is any amino acid 

<220> 

<221> SITE 

<222> (3) . . (3) 

<223> Xaa is any amino acid 



<220> 



<221> 
<222> 
<223> 



SITE 

(5) . . (13) 

Xaa is any amino acid 



<220> 

<221> SITE 

<222> (15) . . (17) 

<223> Xaa is any amino acid 

<220> 

<221> VARIANT 

<222> (1) . . (1) 

<223> 0-2 possible residues 
<220> 

<221> VARIANT 

<222> (3).. (3) 

<223> 1-5 possible residues 
<220> 

<221> VARIANT 

<222> (5) . . (13) 

<223> 9-14 possible residues 

<220> 

<221> VARIANT 

<222> (15).. (17) 

<223> 3-6 possible residues 



<220> 

<221> SITE 

<222> (18) . . (18) 

<223> X is His or Cys 

<400> 4 

Xaa Cys Xaa Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa His Xaa Xaa 
15 10 15 

Xaa Xaa 

<210> 5 

<211> 21 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Structure B 
<220> 

<221> SITE 

<222> (1) . . (1) 

<223> Xaa is any amino acid 

<220> 

<221> SITE 

<222> (3) . . (4) 

<223> Xaa is any amino acid 



<220> 



<221> 
<222> 
<223> 



SITE 

(6) . . (7) 

Xaa is any amino acid 



<220> 

<221> SITE 

<222> (9).. (13) 

<223> Xaa is any amino acid 

<220> 

<221> SITE 

<222> (15) . . (16) 

<223> Xaa is any amino acid 

<220> 

<221> SITE 

<222> (18) . . (20) 

<223> Xaa is any amino acid 

<220> 

<221> VARIANT 

<222> (3) . . (4) 

<223> 2 or 4 amino acids 

<220> 

<221> VARIANT 

<222> (6) . . (7) 

<223> 2 or 3 amino acids 



<400> 5 

Xaa Cys Xaa Xaa Cys Xaa Xaa Phe Xaa Xaa Xaa Xaa Xaa Leu Xaa Xaa 
15 10 15 

His Xaa Xaa Xaa His 
20 

<210> 6 

<211> 4 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Linker 

<400> 6 

Thr Gly Glu Lys 
1 

<210> 7 

<211> 5 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Linker 
<400> 7 

Thr Gly Glu Lys Pro 
1 5 

<210> 8 

<211> 26 

<212> PRT 

<213> Artificial 



<220> 

<223> Description of Artificial Sequence: Consensus structure 
<400> 8 

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gin Lys Ser Asp 
15 10 15 

Leu Val Lys His Gin Arg Thr His Thr Gly 
20 25 

<210> 9 

<211> 29 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Consensus structure 
<400> 9 

Pro Tyr Lys Cys Ser Glu Cys Gly Lys Ala Phe Ser Gin Lys Ser Asn 
15 10 15 

Leu Thr Arg His Gin Arg lie His Thr Gly Glu Lys Pro 
20 25 

<210> 10 

<211> 6 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Leader peptide 
<400> 10 

Met Ala Glu Glu Lys Pro 
1 5 

<210> 11 




<211> 9 

<212> DNA 

<213> Artificial 

<220> 

<223> Description of Artificial 
<220> 

<221> variation 

<222> (1) . . (5) 

<22 3> n is any nucleotide 




DNA: LIB 2/3 DNA sorting sequence 



<400> 11 
nnnnnggcg 

<210> 12 

<211> 9 

<212> DNA 

<213> Artificial 



<220> 

<223> Description of Artificial Sequence: Zinc finger -DNA interaction 
sequenc 

<400> 12 

cgcccacgc £ 



<210> 13 

<211> 9 

<212> DNA 

<213> Artificial 



<220> 



<22 3> Description of Artificial Sequence: Zinc finger-DNA interaction s 



<210> 14 

<211> 9 

<212> DNA 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Zinc finger-DNA interaction s 
equenc 

<400> 14 

gcgtgggcg 9 

<210> 15 

<211> 9 

<212> DNA 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: Zinc finger-DNA interaction 1 
ibrary designed sequenc 

<220> 

<221> variation 

<222> (7) . . (9) 

<223> n is any nucleotide 



equenc 



<400> 



13 



acgcccacg 



9 



<400> 15 
acgccgnnn 



9 



<210> 



16 



<211> 36 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of artificial sequence: LIB-A and LIB-B Zinc finger 
<400> 16 

Met Ala Glu Glu Arg Pro Tyr Ala Cys Pro Val Glu Ser Cys Asp Arg 
15 10 15 

Arg Phe Ser Arg Ser Asp Glu Leu Thr Arg His He Arg He His Thr 
20 25 30 

Gly Gin Lys Pro 
35 

<210> 17 

<211> 28 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of artificial sequence: LIB-A and LIB-B Zinc finger 
<220> 

<221> VARIANT 

<222> (18) . . (18) 

<223> Xaa is any amino acid 

<400> 17 

Phe Gin Cys Arg He Cys Met Arg Asn Phe Ser Arg Ser Asp Asp Leu 
15 10 15 



Thr Xaa His He Arg Thr His Thr Gly Glu Lys Pro 
20 25 



<210> 18 

<211> 28 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: LIB-B Zinc finger 3 
<220> 

<221> VARIANT 

<222> (12).. (12) 

<223> Xaa is any amino acid 

<220> 

<221> VARIANT 

<222> (14) . . (14) 

<223> Xaa is any amino acid 

<400> 18 

Phe Ala Cys Asp lie Cys Gly Arg Lys Phe Ala Xaa Ser Xaa Asp Arg 
15 10 15 

Lys Arg His Thr Lys lie His Leu Arg Gin Lys Asp 
20 25 

<210> 19 

<211> 28 

<212> PRT 

<213> Artificial 



<220> 

<223> Description of artificial sequence: LIB-A Zinc finger 3 




* ° 

<220> 

<221> VARIANT 

<222> (12).. (15) 

<223> Xaa is any amino acid 

<400> 19 

Phe Ala Cys Asp He Cys Gly Arg Lys Phe Ala Xaa Xaa Xaa Xaa Arg 
15 10 15 



Lys Arg His Thr Lys He His Leu Arg Gin Lys Asp 
20 25 



